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Clinical, laboratory proﬁle and outcome of
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Background: Dengue is the most rapidly spreading mosquito-
borne viral disease in the world with an estimated 50 million
dengue infections occur annually. India is one of the seven iden-
tiﬁed countries in the South-East Asia region regularly reporting
incidence of DF/DHF outbreaks and becoming major niche for
dengue infection.
Methods & Materials: History, clinical examination ﬁndings,
laboratory data, treatment details and outcome of patients with
dengue fever was collected prospectively.SD BIO LINE DENGUE
DUO (STANDARD DIGNOSTICS, KOREA) kits were utilized to diag-
nose the dengue in fection. This is a rapid diagnostic test which can
detect simultaneously NS1 and antibodies of either Types (IgM and
Ig G). Patients were categorized into Undifferentiated DF, Dengue
with Warning Signs and Severe Dengue according to WHO newer
grading.
Results: Total 148 patients were included in the study. Among
them 85(57%) were male. There were 15(10%)in Undifferentiated
DF, 45(31%) in DF with warning signs, 88(59%) in severe Dengue
respectively. Mean age of our study population was 32.75±14.99,
33.43±14.95 respectively. Mean hospital stay in study population
was 6.34±4.66 days. Rashwas found in 47 (37.76%), hepatomegaly
in 23 (15%) and splenomegaly seen in 25(16%) patients. Bleeding
manifestationswere seen 61(41%) patients in total study group, out
ofwhichmalenawas seen in33(22%)patients, gumbleeding, hema-
turia, hematemesis, hemoptysis and epistaxis seen in 6(4%), 7(5%),
4(3%), 3(2%) and 3(2%) patients respectively. Intracranial bleed as
bleeding manifestation was seen 2(1%) patients one SDH and one
case of intracerebral bleed, both non traumatic. Mean hemoglobin
(g/dl) for was 13.5±2.6g/dl. Hypoalbuminemia (<3.5 g/dl) was
seen in 62(42%) patients with the mean value of 2.8±g/dl. Chest
roentgenographic abnormalities found in 38(26%) patients of the
study population. Pleural effusion was found in 31(19%) patients.
Acalculous cholecystitis on ultrasonogram was seen in 18(12%)
patients in our study population. NS1 antigen was detected in 80
(54%). Mortality was noted in 3.3% of the study population.
Conclusion: Out of 148 patients, majority consisted of severe
dengue infection. Elevated transaminases were seen in 136 (92%)
patients. Mortality was noted in 5(3.3)% of the study population.
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Background: Hepatitis C virus is a major cause of chronic liver
diseases such as chronic hepatitis, liver cirrhosis and hepatocel-
lular carcinoma. The present available anti-HCV drugs, Pegylated
interferon- (IFN- ) and Ribavirin have limited efﬁcacy, resis-
tance problems and high manufacturing cost. Among the newer
approaches to curb the viral replication, RNA interference (RNAi)
based approaches have shown tremendous prospective to inhibit
HCV replication.
Methods & Materials: pFL-J6/JFH1 vector was linearized with
Xbal and subjected to in vitro transcription. TheHCV genomic repli-
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con was transfected into Huh 7.5 cells for production of infectious
HCVparticles. The culture supernatantwas collected to infect naive
Huh 7.5 cells. siRNAs were targeted against NS5B region of HCV
genome as well as cellular factors in order to down regulate HCV
in cell model. Furthermore, multiple combinations of siRNAs were
used to observe the additive HCV down regulation.
Results: Down regulation of La autoantigen, PSMA-7, hVAP-A
and NS5B genes resulted in inhibition of HCV replication by about
65%, 30%, 35% and 40% respectively. Combination therapies of siR-
NAs against La autoantigen with NS5B and La autoantigen with
hVAP-A resulted in ∼ 85% inhibition in HCV replication.
Conclusion: Our ﬁndings indicate that in addition to HCV-
speciﬁc siRNAs, siRNAs targeted to host cellular genes have showed
promising down regulation in HCV replication. We also showed
that simultaneous silencing of more than one target is more effec-
tive than silencing a single target to inhibit the viral replication.
Therefore, multiple combinations of siRNAs against both the virus
and host genes are likely to be a potent approach in the treatment
of chronic hepatitis C.
http://dx.doi.org/10.1016/j.ijid.2016.02.945
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Detection and molecular characterization of
unusual rotavirus group A genotypes G12P[11]
and G10P[14] in hospitalized children with
acute gastroenteritis in Kolkata, India
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Background: Group A rotavirus induced acute gastroenteri-
tis affects infants and children <5 years globally. Predominantly
isolated rotavirus G types from human are G1, G2, G3 and G4
throughout the world including India. However, in recent years
there has been an increased detection of G9 and G12 genotypes.
Genotypes belonging to different animal origin such as G8, G10
and other rare genotypes have also been reported in humans with
low frequency.
Methods & Materials: During an on-going hospital based
surveillance study in 2014, stool samples were collected from
patients (0-80 years) admitted with acute gastroenteritis at Infec-
tious Disease (ID) Hospital, Kolkata. Presence of rotaviral VP6
protein was detected in stool samples using ELISA. The group A
rotavirus positive samples were used for RNA extraction followed
by Reverse Transcription and PCR. Cycle Sequencing and phyloge-
netic analysis were further used in the study.
Results: Sequence analysis of VP7 and VP4 gene segments of
group A rotavirus positive samples identiﬁed two unusual geno-
types namelyG10P[14] andG12P[11]. Theunusual nature of theirG
andP types ledus to characterize the remainingninegene segments
for deciphering their evolutionary dynamics.
Conclusion: Our study reports the identiﬁcation and char-
acterization of unusual group A rotavirus strains i.e. G12P[11]
and G10P[14] from Kolkata, India. The full genome sequencing
highlighted interspecies transmission and multiple reassortment
events in the origin of these strains. The G10P[14] strains pos-
sessed genomic constellation commonly found in artiodactyls and
therefore probably have a zoonotic origin. The G12 strains pre-
dominantly carry Wa-like genomic backbone while P[11] type is
derived from DS-1-like rotavirus strains and therefore possible
reassortment events between the two genomic backbones might
have led to the emergence of G12P[11] genotype. The study high-
lights the need for continued rotavirus surveillance and complete
genetic characterization for monitoring unusual rotavirus strains
and understanding their evolutionary origin.
http://dx.doi.org/10.1016/j.ijid.2016.02.946
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Co-circulation of all four dengue virus serotypes
with concurrent infections in a single dengue
season
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Background: Dengue is one of the notable mosquito borne
viral infections of public health concern. Dengue viruses (DENV)
belongs to the genus Flavivirus and family Flaviviridae and has
four antigenicaly related serotypes designated as DENV 1- 4. All
the four serotypes can cause clinical manifestation ranging from
mild self-limiting illness to severe dengue hemorrhagic fever (DHF)
and dengue shock syndrome (DSS). However, severity in dengue
viral infection is known to be affected by secondary infection with
heterologous antibodies or with certain dengue virus serotypes
and genotypes. This necessitates the study of circulating dengue
serotypes in a particular locality. The present study reports for the
ﬁrst time the circulation of all the four dengue serotypes alongwith
concurrent infections in an eastern state of India.
Methods & Materials: A total of 148 samples were received
from clinically suspected dengue patients during September to
December, 2014.
All the 148 samples were subjected to dengue speciﬁc MAC
ELISA (Pan Bio, Australia), and NS1 antigen detection by ELISA (Pan
Bio, Australia) for detection of dengue IgM antibody and dengue
NS1 antigen respectively. Twenty early acute samples (<3days of
illness) received were subjected for detection of dengue viral RNA
and serotyping using type speciﬁc nested multiplex RT-PCR.
Results: Twenty ﬁve sampleswere positive for dengue serology
(dengue NS1 and/or dengue IgM Ab). Five samples were found to
be positive for dengue viral RNA by RT-PCR. The type speciﬁc PCR
revealed, Dengue type 2 (DENV-2) in 2 samples, DENV-4was found
in one and 2 samples were co-infected with DENV-1 and DENV-3.
All the dengue positive patients had dengue fever and none had
dengue hemorrhagic fever.
Conclusion: The present study reports for the ﬁrst time the
co-circulation of all the four dengue serotypes along with rarely
detected DENV-4 for the ﬁrst time from eastern India.
http://dx.doi.org/10.1016/j.ijid.2016.02.947
